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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 MKFSLKIISVILVCLSFIYSCYVVYICYNNLFVGAYLKYNSDNQLVVDYIQEDSLADYTGLKAGDIILEVNNKKPSKDQP 80
NTDB id 91 BSU 31690 NP 391047.2 MKNLIKKFTIAVIVLSILYISYTTYISMNGIIIGTKIHKNDKSQFMIEEISESSYGQFVGLRQGDIILKINKEKPSDKHL 80
consensus !! *! ** ***!! *! *! !!* ! * *! ** ! ! *** ! ! ! * * !!* !!!!! *! !!! **
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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 KNSILANVSSLSIERNGQIITTDTRDTII..SYDILFTVLIPIVFYLLCLLCVILILKSKKKQ..TSSFLLILFLLTVSI 156
NTDB id 91 BSU 31690 NP 391047.2 KWGYLSHINSLDILRSGKKIHLKDFDLVTLNRPYSFFLFVLPLFFYFLSIICIFYILKVNKKRRSFAAYILILLLLDISI 160
consensus ! ! ** !! ! ! ! !* ! * ** * ! **!* !! !***!* !!! !! ** **!!! !! *!!
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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 AYVSAGGVSRGNVFSRYVNLLTFISIPISYLHFIYQYFKEIGRKLCSNKVFFFYLLPVLNLVLEIFSGTFEKLNGPIPYI 236
NTDB id 91 BSU 31690 NP 391047.2 AYISAGGPFRGHIINRYINLFTFISSPILYLQFIQRYLGEIGKTFL.NRISFLYIIPIFNLGIEFFQDYLQVDIDFLATL 239
consensus !!*!!!!* !!** !!*!! !!!! !! !!*!! ! !!!* **!** ! !**!* !! *! ! *** *
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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 NLYSFFMGLVLVISVFVYGMVKHKNTEQTYFLKMLMLGNFFAVFPFIAFYVIPVLVIDDFIYSAAVVAPFLLIIPFTLVY 316
NTDB id 91 BSU 31690 NP 391047.2 NLVSFATLTLFSFSAIYLHLNKYKYAEHSFILKLLILTNTLSFAPFLIFFVLPIIFTGNYIFPALASASLLVLIPFGLVY 319
consensus !! !! * ! ** !*! !*** !!*!*! ! !!* !*!*!** *!**! !* !**!!! !!!
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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 LFISNKMYDVEFLIGRLKYYGLLAIIPTIIMVSTVKLMKFQEGDYYDARLAIYVYLIILGVFYLKEILDYRFRLKRFSEK 396
NTDB id 91 BSU 31690 NP 391047.2 QFVANKMFDIEFILGRMRYYALLAMIPTLLIVGALVLFDVMDIQMNPVRQTVFFFVVMFAVFYFKEVMDFKFRLKRFSEK 399
consensus !* !!!*!*!!**!!**!!*!!!*!!!***! * ! * * ! ** **** *!!! !!**!**!!!!!!!!!

logo

F
YNYQDS I FKFYTQLTI

MRGTHVSTSLNQQVFLKLELKNQTI LDVL ILVSKQAHYTVFLEKVKTPSDGHKTI
V
I
S
F
LLDEEKDHAEKVEGPYDPWI

N
F
PYEQEQEFVETKNVI

T
S
T
D
E IGKI

NTDB id 249608 CPQ91 RS17325 WP 009329509.1 YNYQDSIFKFTQTIRTHSSLNQVLLELKQTILDVLIVSQAHVLKVKSDGTISLLEEDAKEYPWIPYEQEVTKVITDIGKI 476
NTDB id 91 BSU 31690 NP 391047.2 FNYQDSIFKYTQLMRGVTSLQQVFKELKNTILDVLLVSKAYTFEVTPDHKVIFLDKHEVGPDWNFYQEEFENVTSEIGKI 479
consensus *!!!!!!!!*!! *! **!!*!! !!!*!!!!!!*!! !* ! *!* * !* * **! *! ! ! **!!!!
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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 VEVDRGFLIKIGERGGTSYVMLCLSVLNTPRLTRDEISWLETLAFYTSVSLENVLKIGELMEHLENVKKEGPNPAWLNKL 556
NTDB id 91 BSU 31690 NP 391047.2 IEVNQGFLMKVGERGGSSYVLLCLSNINTPRLTRDEISWLKTLSFYTSVSMENVLHIEELMEHLKDLKQEGTNPIWLKKL 559
consensus *!! !!!*!*!!!!!*!!!*!!!! *!!!!!!!!!!!!! !! !!!!!!*!!!!*! !!!!!! *! !!*!! !! !!
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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 MFAIEEKQRSDLARDLHDSVLQDMISLKHQSEMFLADFEKD.KVCTNQIRQRLINMNEQMSAVIQTTRETCQELRPQLLY 635
NTDB id 91 BSU 31690 NP 391047.2 MFAIEEKQRSGLARDLHDSVLQDLISLKRQCELFLGDFKKDDNPCREEVQDKLVQMNEQMSDVISMTRETCHELRPQLLY 639
consensus !!!!!!!!!! !!!!!!!!!!!!*!!!!*!*!*!!*!! !!* *! * *!**!!!!!! !! !!!!!*!!!!!!!!
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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 DLGLVKALSKLAAQHQESSSIDKIRLNTERFSKVLDLDTQLNLYRIVQELLSNAVKHSRANEVLIMLVCIKEKVVLHYED 715
NTDB id 91 BSU 31690 NP 391047.2 DLGLVKALSKLVAQQQERVP.FHIRLNTGRFTASLDLDSQLNLYRIIQEFLSNAVKHSQATDVLIMLISIQNKIVLHYED 718
consensus !!!!!!!!!!! !!*!! ** *!!!!! !!* !!!!*!!!!!!!*!! !!!!!!!! ! *!!!!!**! !*!!!!!!
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NTDB id 249608 CPQ91 RS17325 WP 009329509.1 DGIGVDPDKLYQNSASMGLSGIRERVRALNGSLDIQTAEGKGFRVAIEMGL 766
NTDB id 91 BSU 31690 NP 391047.2 DGVGFDQEKNTEHSMSMGLSGIKERVRALDGRLRIETSEGKGFKADIEIEL 769
consensus !!*! !**! *! !!!!!!!*!!!!!! ! ! ! ! !!!!!* !!* !
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